GENOME ANNOUNCEMENT
===================

Several strains were isolated from diseased cultured shrimps in Sinaloa, Mexico. They were identified as *Vibrio parahaemolyticus*, and laboratory challenges proved that several of them are able to cause severe mortalities in shrimps (unpublished data). One strain, *V. parahaemolyticus* M0605, was isolated from the stomach of *Litopenaeus vannamei* cultured on CHROMagar Vibrio as a mauve-colored colony in Eldorado, Sinaloa, Mexico, on 22 July 2013.

DNA was extracted with a Promega kit and sequenced with an Ion Torrent platform at CIAD Mazatlán. We obtained 403,443 reads (average, 179 bp), for a total of 158.4 Mbp. One hundred fifty-seven contigs (\>100 bp) were assembled with Geneious version 7.0.5 (*N*~50~, 126.2 Kbp), for a genome size of 5.650 Mbp (20.0× coverage). The contigs were annotated in RAST ([@B1]); 5,152 coding sequences (CDSs) and 128 RNAs were found. Chromosome scaffolding and synteny were obtained as described earlier ([@B2]).

M0605 has two chromosomes (Ch) of approximately 3.356 Mbp for ChI (3,145 CDSs) and 1.767 Mbp for ChII (1,609 CDSs). Nine prophages were located in the two chromosomes, with five in ChI and four in ChII, ranging from 5.9 to 58.2 Kbp. Prophage f237 was found on both chromosomes. An 89.5-Kbp integron was detected in ChI, with approximately 115 CDSs in \~95 gene cassettes.

Four plasmids were detected: two IncP plasmids of 95.4 Kbp (45.6% G+C, 113 CDSs) and 50.6 Kbp (46.3% G+C, 54 CDSs), an IncF plasmid of 54.1 Kbp (44.0% G+C, 57 CDSs), and another IncP 40.6-Kbp plasmid (40.8% G+C, 40 CDSs) inserted in chromosome I.

Several pathogenicity mechanisms were identified on both chromosomes: five iron acquisition systems (hemin, enterobactin, vibrioferrin, and two TonB) and seven secretion systems (two type 2 secretion systems \[T2SS\], one T3SS, two T2/4SS, and two T6SS). At least 14 different toxin genes were annotated, two of which are large repeats in toxin (RTX), as well as nine hemolysins. Several proteases were found, three of which are zinc-dependent proteases, as well as one vibriolysin; five chitinases and a Tfox chitin metabolism regulator were also detected. One adherence system (type IV pilus) and one antiphagocytosis (capsular polysaccharide) system were identified. Two quorum-sensing systems are present, LuxPQ and LuxMN.

Nucleotide sequence accession numbers. {#h1}
--------------------------------------

This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession no. [JALL00000000](http://www.ncbi.nlm.nih.gov/nuccore?term=JALL00000000). The version described in this paper is version JALL01000000.
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